Random versus non-random association of poIymorphic sites
If two polymorphic sites are randomly associated with each other, the probability of the presence of both sites (+ +) is equal to the product of the probability of the presence of each site. For example, let us suppose that polymorphic site I is present in 50% of the chromosomes examined in a given population, and polymorphic site II is present in 30% of the chromosomes examined in the same population. The theoretical probability of the presence of both sites (+ +) in the chromosomes of the particular population will be 50% x 30% ---15%, if the two sites are randomly associated. If they are nonrandomly associated, the probability of the presence of both will be significantly different from the expected. This non-randomness of association is termed linkage disequilibrium. The pattern or combination of polymorphic restriction sites for any chromosome is called a haplotype [1] . For a given number n of polymorphic restriction sites there is a maximum of 2 n possible combinations of sites with an expected frequency for each of those haplotypes equal to the product of the probabilities for every individual site.
ruptions is maintained for short stretches [54] . Overall nearly 4kb of DNA within the c~-globin complex is highly homologous and duplicated. This is in marked contrast to the [3-globin gene cluster in which homologous regions are limited to portions of the exons. The high degree of broad homology in the alpha complex provides a large target size for recombination or crossing-over events in the DNA. 
